, but tolerating up to three ("1 alignment/read", "Samans' pipeline") or up to five mismatches ("ENCODE pipeline"). As part of the ENCODE pipeline, potential PCR duplicates and alignments falling into blacklisted regions, such as centromeric repeats, are filtered out. (2014) to all paired-end 100-mer input control samples available from ENCODE, using the "1 alignment/read" pipeline. For each repeat family, the number of reads mapping to that family was plotted as log2 reads per million (log2 RPM). r indicates Spearman rank correlation coefficient between the repeat levels in the control and sperm MNase samples. The dotted line corresponds to y=x, and the dashed lines correspond to 2-fold enrichment or depletion. 
